Signal-to-noise ratio of gene expressions in each compartment
One noticeable fact is the dramatic difference of the number of significant probe sets identified from four compartments (1,906 in lung; 3,548 in lymph node; 224 in blood; and 508 in spleen). Figure A shows the scatterplots of signals versus noises in these data. For each gene (a dot in this figure), its signal is quantified as the L 2 -norm of the fitted curve in functional principal component analysis and its noise is defined as the square-root of the residual sums of squares. This figures shows that the blood and spleen data have more noise than the other two compartments and the spleen data have the weakest signals. So we identified fewer significant probe sets for the blood and spleen data. The lymph nodes have largest signal-to-noise ratio and therefore the largest number of probe sets.
Functional Annotations of common TDEGs
A total of 11 genes are are significant in all compartments: Ddx60, Ehd4, Gm1966, Gm6545, Gm7609, Gvin1, Ly6a, Ly6c2, Ms4a4c, Phf11 and Xaf1. Among them, Gm1966, Gm6545 and Gm7609, are pseudogenes for which functions are not yet clear. The functional annotations of other eight genes are listed in a separate file Stab1-common-TDEGs.
Temporal patterns of common TDEGs
Figures B-E shows the temporal patterns of these common TDEGs in four compartments. 
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Line plots
Figures F-H shows The line plots of each cluster in the blood, lymph node, and spleen compartments. Figure 2 in the main manuscript shows the same line plot for the lung compartment.
TDEGs identified in each compartment are classified into co-expression modules. Grey curves represent the temporal trajectory of expression levels for each gene, standardized to zero mean and unit standard deviation. Blue curves are the smoothed mean expression levels for each cluster. Red curves are the predicted mean expression levels from the ODE model. Each co-expression module is classified by four criteria: Delay or Regular; Up or Down; the activation day of its mean gene expression; and number of modes of its mean expression. This information is shown in the subtitles, together with the numbers of genes contained in these modules. Examples of delayed and non-delay genes 
Feature Based Functional Enrichment Analysis
We conduct functional enrichment analysis for each compartment based on four features: 1. Delay/regular; 2. Number of modes; 3. Activation day; 4. Up/down regulation. These results are provided as separate files Tables F-I listed the inward and outward connections of the reconstructed gene regulatory networks. Negative signs in these tables indicate negative coefficients in the ODE model. Figure 9 in the manuscript (network reconstructed from the lung compartment) and Figures L-N In the lung compartment, 36 samples were stored in two different buffers, one contains 23 samples and the other 13 samples, before sending for microarray analysis. A quality assurance analysis revealed that samples from different buffers can have very different temporal pattern. Consequently, all 13 samples stored in the smaller buffer were excluded from the final analysis. Eigen-functions of each compartment Temporal trend of the expression levels of notable inflammatory genes Figure R: Gene expression as a function of DPI in the lung compartment.
